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Abstract: It has been proposed that one of the mechanisms of taxane-site ligand-mediated tubulin
activation is modulation of the structure of a switch element (the M-loop) from a disordered form
in dimeric tubulin to a folded helical structure in microtubules. Here, we used covalent taxane-site
ligands, including cyclostreptin, to gain further insight into this mechanism. The crystal structure of
cyclostreptin-bound tubulin reveals covalent binding to βHis229, but no stabilization of the M-loop.
The capacity of cyclostreptin to induce microtubule assembly compared to other covalent taxane-site
agents demonstrates that the induction of tubulin assembly is not strictly dependent on M-loop
stabilization. We further demonstrate that most covalent taxane-site ligands are able to partially
overcome drug resistance mediated by βIII-tubulin (βIII) overexpression in HeLa cells, and compare
their activities to pironetin, an interfacial covalent inhibitor of tubulin assembly that displays invariant
growth inhibition in these cells. Our findings suggest a relationship between a diminished interaction
of taxane-site ligands with βIII-tubulin and βIII tubulin-mediated drug resistance. This supports the
idea that overexpression of βIII increases microtubule dynamicity by counteracting the enhanced
microtubule stability promoted by covalent taxane-site binding ligands.
Keywords: cyclostreptin; tubulin; microtubules; multidrug resistance; taxanes
1. Introduction
Microtubule-based chemotherapy is one of the most effective treatment options for both solid
tumors and hematological malignancies [1,2] and continues to be used even in combination with new
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molecularly targeted approaches, including immunotherapies [3]. The identification of several classes
of natural products that bind tubulin/microtubules has informed on multiple, discrete binding sites
that can affect microtubule structure and dynamicity. These include microtubule destabilizing sites
characterized by the binding of maytansine, the vinca alkaloids, eribulin, colchicine, and pironetin.
In contrast, binding to the taxane-, the laulimalide-, or in the case of triazolopyrimidines, the vinca-site
results in net microtubule stabilization. To date, only three of these sites are targeted by cancer
chemotherapies: the maytansine (using maytansine as an antibody-drug conjugate (ADC)), the vinca
(vinca alkaloids, eribulin, and monomethylauristatin E as a part of an ADC) [4] and the taxane
(paclitaxel, docetaxel, cabazitaxel, and ixabepilone) site [5].
The successful use of maytansine and auristatin loaded ADCs indicates that these potent cytotoxic
agents are extremely effective anticancer drugs when used as the warheads of tumor-targeting
antibodies. It could be speculated that compounds targeting the taxane-site delivered with an
antibody could similarly be a promising ADC strategy with a higher therapeutic index. However,
the development of ADCs necessitates compounds with an extremely high affinity or a covalent mode
of action that can effectively engage the target, in spite of the lower concentrations delivered to the
tumor by this method. Additionally, compounds that bind tubulin covalently are not susceptible to
efflux by P-glycoprotein or other membrane efflux pumps due to the covalent nature of the interaction,
thus escaping a major clinically relevant mechanism of resistance to chemotherapy [6–8].
Four classes of compounds that covalently bind to tubulin to modulate microtubule
polymerization have been described (Figure 1). Pironetin perturbs key secondary structural elements
at the interdimer interface by covalently binding to αCys316 (note that the tubulin residue numbering
of [9] is employed in this manuscript), thereby preventing tubulin polymerization [10,11]. The other
three classes of compounds bind to the taxane-site and function as microtubule stabilizing agents.
Taccalonolides AF and AJ bind to βAsp226 [12], while zampanolide binds to βHis229 [8]. The fourth
covalent tubulin binding compound is cyclostreptin [13], a weak tubulin polymerization enhancer,
which has been described to covalently interact with tubulin at βThr220 and βAsn228 [6]. βThr220
is located at the pore site 1, which has been postulated to facilitate the entry of taxane-site ligands to
their luminal binding site. Little is known about the structural mode of action of cyclostreptin.
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Recent studies of microtubules and tubulin-bound taxane-site targeting agents [14,15] have shed
light on the structural mechanisms of action of taxane-site ligands, but the matter is far from being fully
understood. Epothilone A and zampanolide promote lateral protofilament association by stabilizing
the S7-H9 loop (M-loop), a key secondary structural element establishing lateral contacts between
adjacent protofilaments [14]. Paclitaxel-induced microtubule stabilization, which compensates for
the contraction of the lattice resulting from the nucleotide hydrolysis, acts by stabilizing longitudinal
interfaces to straighten protofilaments [15]. It has been described that epothilones, dictyostatins,
zampanolides, and discodermolides all connect the base of the M-loop with β-tubulin helices H6
and H7, while paclitaxel would achieve a similar effect by connecting helices H1 and H7 with the
M-loop [16,17]. In the case of taccalonolide AJ, the high-resolution crystallographic data [12] show
the M-loop in an unordered conformation; likewise hydrogen-deuterium exchange experiments [18]
indicate that the taccalonolides do not promote M-loop stabilization. Hence, it is likely that different
microtubule-stabilizing agents (MSA) targeting the taxane-site have distinct mechanisms of action.
In the work described in this manuscript we have employed a multidisciplinary approach
involving biochemical techniques and structural biology to understand how tubulin assembles into
stable microtubules as a result of the binding of small molecules to the taxane-site. We utilize the
different biochemical and structural properties of the covalent microtubule binders zampanolide,
taccalonolide AJ, and cyclostreptin to reveal the structural basis for drug-induced microtubule
assembly.
2. Results
2.1. Cyclostreptin Covalently Binds to the Taxane-Site and Does Not Induce M-Loop Folding
To obtain the structure of cyclostreptin bound to the two previously described binding sites
(the pore site (binding at βThr220) and the taxane-site (binding at βAsn228) [6,19]), we prepared
adducts under different conditions. First, using conditions in which the adduct at βThr220 should be
predominant, the reaction was complete after 4 h at 25 ◦C, according to HPLC analysis (Figure S1A).
The integrity of the protein after the treatment was further confirmed by the ability to assemble into
microtubules (Figure S1B). In a second experiment, microtubules were prepared under conditions,
where the principal reaction should occur at βAsn228 [6]. Those microtubules were subsequently
depolymerized yielding tubulin dimers bound to cyclostreptin. The tubulin-cyclostreptin adducts
obtained from the two experiments were finally assembled into T2R-TTL complexes to perform the
crystallization experiments as described in the “Methods” section. The crystal structures were solved
to 1.9Å resolution by X-ray crystallography and the T2R-TTL-cyclostreptin complexes superimposed
well with the one obtained in the absence of a ligand (PDB ID 4I55, rmsdoverall of 0.415Å over 2062
Cα-atoms), thereby suggesting that cyclostreptin-binding does not affect the overall conformation
of tubulin (Figure 2A). Surprisingly, both of the above approaches for the preparation of covalent
tubulin-cyclostreptin adducts led to crystals featuring positive electron density at the taxane-sites on
both β-tubulin subunits (Figure 2A). We found cyclostreptin covalently linked to βHis229 in both
cases, while no interaction with βAsn228 or βThr220 was detected. These findings demonstrate
that cyclostreptin attaches to the taxane-site exclusively by reaction with βHis229 (Figure 2B,C).
The non-covalent interactions with the binding site do not include any hydrogen bonds or salt bridges,
and comprise hydrophobic contacts between the methyl groups C7, C22, and C28, and Asp226, Leu217,
and Ala233, and between core ring E (Figure 1) with Leu371, respectively (Figure 2B,C).
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and nucleotide sites of GDP-bound β-tubulin in the complex (g ay ribbon) with cyclostreptin (pink
sticks) bound to βHis229, superimposed with guanosine triphosphate (GTP)-bound β-tubulin (5XP3)
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In order to understand the discrepancy between these crystal structures and previous MS/HPLC
results, we performed a higher precision MS analysis (Figure 3). We found that βHis229
is modified by cyclostreptin in the β-tubulin-derived tryptic peptide containing the sequence
β219LTTPTYGDLNHLVSATMSGVTTCLR243. This histidine residue is contiguous with the previously
characterized cyclostreptin interacting residue βAsn228 [6,19]. The proximity between the two residues,
in combination with the low resolution provided by the hybrid triple quadrupole measurement
that was used to analyze the cyclostreptin adduct previously, likely resulted in an error in the
assignment of the ions since only signals with very low intensity could be used to determine the
site of modification [6,19]. High resolution of the orbital traps greatly increases the sensitivity and
specificity of the characterization. Thus, the greater accessibility of βHis229 and its crucial reactive
role with other taxane-site ligands strongly suggests that the previous assignment of the reaction site
to βAsn228 was erroneous and that the residue mediating cyclostreptin binding to tubulin is βHis229.
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of the cyclostreptin adduct of the beta tubulin-derived tryptic peptide spanning the sequence
LTTPTYGDLNHLVSATMSGVTTCLR. Low error fragments (less than 30 ppm) were intense signals
in the corresponding fragmentation spectrum and belong to one of the main fragmentation series
derived by HCD (b and y series) as can be observed in (B). (C) Pinpointing of the exact position of
the cyclostreptin modification. Vseq determined the Dmass corresponding to cyclostreptin (400.2 Da)
and it mapped the modification in the H11 residue, since b11 and y15 fragments were unambiguously
detected with the Dmass (labeled as a white triangle in (B) and with an * in (C)). The corresponding
fragmentation spectrum showing the different fragments assigned is displayed in (D).
Although the final structure showed an overall folding essentially identical to the apo-state
(Figure 2B), the βT5 loop was found in a GTP-bound conformation (Figure 2B) [20] in spite of the fact
that the nucleotide found in the nucleotide pocket is GDP and not GTP. Cyclostreptin (Figure 1) is
characterized by a highly strained core structure, leading to high reactivity of the double bond between
C2–C17. Both the acylation of a nucleophile through attack on C1 or the addition of a nucleophile to
C17 would be reasonable modes of covalent bond formation, as they would both lead to the release of
strain created by the presence of the C2–C17 bridgehead double bond. The electron density related to
cyclostreptin allowed us to unequivocally establish that the reaction of cyclostreptin with βHis229
occurs at C17 of the ligand, i.e., by 1, 4 addition of Nτ of the histidine side chain to the enolate double
bond. (Figure 2D). This finding correlates with the strict need of the C2–C17 double bond for activity.
2.2. Implicatio s of M-Loop Structuring by Taxane-Site L gands
Taxane-site ligands have been proposed to induce microtubule assembly by driving M-loop
folding into a helical structure observed in the assembled form [21]. The energy required to structure
the M-loop in the assembly process is provided through the binding of the ligand, which makes the
assembly reaction thermodynamically more favorable [14]. βHis229 is a key residue for the interacti n
of rugs with the taxane-sit as described in evera structural studies by X-ray crystallography,
NMR and cryo-electron microscopy, which comprise complexes tubulin with zampanolid
nd epothilone [14], dictyostatin [16], discodermolid (DDM), and the DDM-pacl tax l-hybrid
KS-1-199-32 [17], taccalonolid AJ [12], docetaxel [22], and paclitaxel [15]; it is therefore an ideal
andidate to be the reactive residue.
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To gain further insight into the detailed mechanism that controls M-loop structuring, we
superimposed all available crystal structures of taxane-site ligand-tubulin complexes and compared
the ligand environment in the binding site. Based on the observed structural features, these taxane-site
ligands can be subdivided into two groups, those that induce helical M-loop structuring, and those
that show little to no effect on M-loop conformation (Figure 4). All ligands show common hydrophobic
interaction points with helices βH6, βH7 and the M-loop base to different extents, which comprise
βLeu217, βLeu219, βLeu230, βAla233, and βLeu275, and both the reactive side chains of βAsp226
and βHis229.
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Figure 4. M-loop structuring by taxane-site binding agents. (A). Superposition of the T2R-TTL-
cyclosteptin structure (6QTN, salmon) onto the taxane-sites of the corresponding T2R-TTL-zampanolide
(dark green, 4I4T, chain D, rmsd 0.175 Å, 371 Cα atoms), -epothilone (pale green, PDB ID 4I50 on
chain D, rmsd 0.234 Å, 358 Cα atoms) and -DDM-paclitaxel hybrid KS-1-199-32 (lime green, 5LXS
on chain D, rmsd 0.159 Å, 348 Cα atoms) complexes, highlighting the structuring of the M-loop into
a helical conformation in two orientations. (B) Superposition of the T2R-TTL-cyclosteptin structure
(salmon) onto the taxane-sites of the corresponding T2R-TTL-DDM (pink, PD 5LXT on chain D, rmsd
0.152 Å, 378 Cα atoms) and –taccalonolide AJ (yellow, 5EZY on chain D, rmsd 0.187 Å, 369 Cα atoms)
complexes, highlighting partial structuring with no detectable helical conformation. The backbones of
the proteins are displayed in ribbon; the ligands are in stick and semi-transparent surface representation,
respectively. Key interacting residues and secondary structural elements discussed in the text are
labeled in black and blue, respectively.
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The first group of compounds, which comprises zampanolide (PDB ID 4I4T), epothilone A
(PDB ID 4I50) and the DDM-paclitaxel hybrid KS-1-199-32 (PDB ID 5LXS), establishes extensive
interactions with the M-loop through their corresponding sidechains, resulting in the induction of
helical structuring (Figure 4A). The second group, which comprises discodermolide (DDM, PDB
ID 5LXT) [17], dictyostatin (PDB ID 4MF4) [16] and taccalonolide AJ (PDB ID 5EZY) [12], features
additional interactions with βArg278 and βGln282 but promotes only partial M-loop structuring with
no detectable helical conformation (Figure 4B). This leads to the hypothesis that helical structuring
requires more extensive interactions as provided by the side chains of group I compounds, and is
further supported by the taccalonolide AJ-bound β-tubulin structure, where the observed disordered
M-loop conformation is in agreement with hydrogen-deuterium exchange experiments [18] that
indicate no structuration of the M-loop.
The covalent binding of cyclostreptin to βHis229 allows establishing comparable, but less
extensive hydrophobic contacts shared among both classes of compounds. Moreover, the A ring moiety
of cyclostreptin (Figure 1) occupies a space that is otherwise occupied by the βArg278 side chain. These
observations suggest that covalent cyclostreptin-binding to βHis229 restricts βH7 dynamicity and
sterically precludes M-loop structuring in a similar fashion as observed for the group II compounds.
2.3. Assembly Promoting Activity of Covalent Taxane-Site Binding Agents
Our cyclostreptin structure indicated that taxane-site ligands may favor microtubule assembly
not only by assisting (at least partially, as for discodermolide, taccalonolide AJ and dictyostatin)
folding of the M-loop in unassembled tubulin heterodimers in solution but also by other mechanisms.
However, we also considered the possibility that the differences observed between diverse ligands
with regard to folding of the M-loop could be related to differences in the assembly-promoting
activities of these compounds. Thus, we measured the assembly-promoting activity of all three
compounds that are known to bind covalently within the taxane-site (zampanolide, taccalonolide
AJ, and cyclostreptin) by assaying tubulin polymerization under conditions where microtubule
assembly does not occur on its own (phosphate buffer without glycerol) [23] (Figure 5). Under
these conditions assembly and ligand binding are tightly linked and only ligated protein can assemble,
thus allowing a direct determination of the elongation constant for the addition of a ligated dimer to
the microtubule end (Kel) [24], which is the inverse of the critical concentration of tubulin required
for assembly [25]. Since taxane-site ligand-induced microtubule assembly is Mg2+ dependent [24], we
also evaluated both low (3 mM) and high (7 mM) Mg2+ concentrations [23,24]. We found that at low
Mg+2 concentrations (Figure 5A) only zampanolide (red line) induced microtubule assembly, whereas
cyclostreptin (blue line) and taccalonolide AJ (green line)-treated tubulin remained unassembled (no
difference to the vehicle-treated controls) (black line). At high Mg2+ concentrations (Figure 5B) all three
compounds induced tubulin assembly. However, the increase of the signal (which is related to the
number and length of microtubules assembled) and the lag time (which reflects to the nucleation step
during initial microtubule polymerization) were different. Zampanolide (red line) produced a strong
initial rate of microtubule assembly, which correlates with its ability to rapidly induce tubulin assembly
also at lower Mg2+ concentrations. Consistent with previous reports, taccalonolide AJ-induced
assembly (green line) displayed a lag time of ~20 min [18] with a maximal signal corresponding to
approximately half of that for zampanolide. Cyclostreptin (blue line) demonstrated a polymerization
lag of >20 min and a maximum signal half that of taccalonolide AJ.
These results closely correlate the M-loop stabilization states found in zampanolide and
cyclostreptin structures with the assembly promoting activity of these compounds. Importantly,
the DDM-paclitaxel hybrid (KS-1-199-132), which interacts with and stabilizes the M-loop (5LXS)
also displays a higher assembly promotion activity than discodermolide despite a lower binding
affinity [17].
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2.4. Potency of Covalent Binders in βIII-Tubulin Expressing Paclitaxel-Resistant Cells
It is well established that, in addition to P-glycoprotein overexpression, βIII-tubulin isotype
expression is a main clinical determinant of resistance to tubulin-targeted therapy [26–28]. Therefore,
we evaluated the potency of the covalent tubulin binding agents to inhibit the growth of βIII-tubulin
overexpressing HeLa cells as compared to isogenic controls to determine whether covalent binding
was sufficient to circumvent this mechanism of resistance (Table 1).
Table 1. IC50 1 (nM) of covalent compounds in HeLa and in HeLa βIII-tubulin overexpressing paclitaxel
resistant cells.
Compound HeLa IC50 (nM) HeLa βIII IC50 (nM) R/S Ratio 2
Zampanolide 0.045 ± 0.007 0.22 ± 0.06 4.9
Cyclostreptin 19.3 ± 0.3 53.8 ± 4.3 2.8
Taccalonolide AJ 6.2 ± 0.3 9.6 ± 1.2 1.6
Pironetin 6.9 ± 1.6 3.9 ± 0.5 0.6
Paclitaxel 1.6 ± 0.3 25.7 ± 0.1 16.6
1 IC50 values for inhibiting the growth of a HeLa cervical carcinoma cells expressing the βIII isotype of tubulin
as compared to the isogenic parental line. 2 The resistance index (R/S) is obtained by dividing the IC50 of the
βIII-expressing HeLa cell line by that of the parental HeLa cell line. Values represent the mean ± standard error of
three independent experiments.
As expected [7], βIII-tubulin expressing HeLa cells were resistant to paclitaxel with a resistance
index of 16.6 as compared to the isogenic parental line (Table 1). While these cells were less resistant to
cyclostreptin, taccalonolide AJ, and zampanolide with resistance indices of 2.8, 1.6, and 4.9 respectively,
cells overexpressing βIII-tubulin were still somewhat resistant to these covalent tubulin binding agents.
Conversely, pironetin, a covalent binder that targets the interdimer interface resulting in microtubule
destabilization, is able to fully overcome this resistance with a resistance index of 0.6, suggesting
that cells overexpressing βIII-tubulin were actually more sensitive to the drug than the parental line.
These results suggest that covale t binding to tubulin facilitat overc ming βIII-tubulin-mediat d
drug resistance but with a greater impa t when bi ding to the interdimer interfac to destabilize
microtubules tha at the taxane-site to stabilize microtubules.
3. Discussion
3.1. Cyclostreptin Interaction with βHis229 of the Taxane-Site Induces Tubulin Assembly Without
Structuration of the M-Loop
A detailed understanding of the structural and thermodynamic mechanisms employed by
covalent microtubule stabilizers is crucial in order to design and develop compounds with optimal
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properties. The thermodynamic properties of the binding of non-covalent microtubule stabilizers
are based on the difference in affinity of the ligand between the unassembled tubulin heterodimer
Kbin1 (Scheme 1) and the assembled microtubule Kbin2. Compounds that have higher affinity for
the polymerized state than for the unassembled curved state Kbin2>>Kbin1 displace the assembly
equilibrium towards the right part of the reaction by decreasing the free concentration of unliganded
microtubules [Mtb+1] towards the liganded assembled species [Mtb+1-Lig] [24,29] (Scheme 1).
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Scheme 1. Reaction scheme of reversible ligand-induced tubulin assembly.
The structural reasons for this difference in binding affinity for the dimer and the microtubule
are not yet clear. In the ca e of the epothilones, which induce a structural change in the M-loop,
the differences in binding affini y might aris from t e difference in the M-loop structure between
the st aight assembled form, in w ich the l op is structured [21] and the curved un ound form,
in whic the loop is unstructured [20]. When an epothilone binds to unassemble tubuli , part of the
energy of binding has to be employed to structure t e M-loop; this is not required in the assembled
form where the M-loop is already structured. Therefore, the free energy of binding to the asse bled
microtubule with the structured M-loop is lower than binding to the unassembled tubulin heterodimer
with an unstructured M-loop. However, dictyostatin or discodermolide binding within the taxane-site
promotes icrotubule stabilization without fully structuring the M-loop [16,17], demonstrating a lack
of a full understanding of the differences in affinity of taxane-site drugs between the assembled and
unassembled forms of tubulin.
In the case of compounds that covalently bind to the taxane-site (zampanolide, cyclostreptin, and
the taccalonolides) there is no difference in affinity for the unassembled and the assembled forms
because the binding reaction is irreversible. In this case, the assembly induction should arise from a
higher affinity (Kel2) of the adducted protein for the microtubule end as compared to the non-adducted
protein (Kel1) (Scheme 2). Since 1/Kel is equal to the critical concentration for tubulin assembly [24,25],
the increase in binding affinity results in a decrease in the tubulin concentration required for assembly.
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Previous structural studies have shown that M-loop structuring is promoted by ligands with their
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ubulin-complexe of zampanolide and epothilone [14] or the DDM-paclitaxel hybrid KS-1-199-32 [17].
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the M-loop in the non-adducted form has to be subtracted from the energy provided by the tubulin
dimer addition to the microtubule end, which would not be the case if the M-loop is structured (in the
adduct). This implies that the free energy of binding of the adduct to the microtubule end will be lower,
and thus the adduct would be more prone to assembly than the non- modified protein Kel2>>Kel1.
The observation that the DDM-paclitaxel hybrid KS-1-199-32, which in contrast to DDM, stabilizes the
M-loop into a helical conformation, has a lower affinity for microtubules than DDM itself, but has more
assembly promotion activity [17], further supports the hypothesis that structuration of the M-loop is
relevant for promotion of assembly.
It should be mentioned that in chain D of the presented cyclostreptin complex the βT5-loop adopts
the conformation observed for the GTP bound state despite of having GDP bound at the E-site. A closer
inspection of the electron densities defining the βT5-loop conformations present in all available crystal
structures of taxane-site ligand-tubulin complexes reveals a preference for the GTP state, with a few
structures featuring both conformational states of the βT5-loop (Zampanolide, Epothilone A). One
exception is dictyostatin, one of the best microtubule stabilizers having a moderate tubulin-binding
affinity [16,23]. In the tubulin-dictyostatin complex the M-loop is not fully structured and the βT5 loop
is in the GDP state. These observations suggest a potential implication of the βT5-loop in a common
mechanism of tubulin activation for assembly promoted by taxane-site ligands, however, more detailed
structural information is needed to allow a conclusive statement to support this hypothesis.
Our high-resolution structure of cyclostreptin-bound tubulin together with new MS-HPLC
experiments performed at a higher resolution challenge our previous hypothesis of cyclostreptin
binding to βAsn228 and βThr220 [6] and instead demonstrates that cyclostreptin unequivocally
interacts with βHis229, a residue which is known to be responsible for the lack of sensitivity of yeast
tubulin to paclitaxel [30]. In fact, given the key role of βAsn228 in stabilizing the guanine nucleotide
at the E-site with two hydrogen bonds, a cyclostreptin interaction with this residue would severely
affect nucleotide binding, which is not the case [31]. There is also no evidence supporting the βThr220
adduct we observed previously [6]. However, we cannot discard possible cyclation events in the mass
analyzer during the fragmentation that prevents its detection. Considering a lack of extra density in the
region of βThr220 in the crystal structure, we suggest that, if this adduct exists, it is in a proportionally
low or brief transient state.
In spite of the fact that cyclostreptin lacks the ability to stabilize the helical conformation of the
M-loop, it weakly induces tubulin assembly, supporting its function as a microtubule stabilizing agent
likely through stabilization of the βT5 loop in the GTP conformation. Although the results support
the relevance of progressive M-loop structuration in the potency of tubulin assembly induction as
proposed previously [14], this M-loop stabilization is not essential for drug-induced microtubule
polymerization by taxane-site ligands. Stabilization of longitudinal interactions is also likely to result
in a stabilizing effect as previously proposed [15].
3.2. Cytotoxicity of Tubulin Covalent Binders and Effect on Cancer Cell Resistance
The two main clinically relevant mechanisms of drug resistance of tubulin-targeting agents are
expression of drug efflux pumps (P-glycoprotein, MDR-1, BCRP) belonging to the ATP-binding cassette
family of proteins [32,33], which results in multidrug resistance, and expression of the βIII-tubulin
isotype [26,28,34–37]. It is known that covalent tubulin binding agents circumvent resistance due to
drug efflux pumps [6–8,38] but the effect of covalent binding on resistance to βIII-tubulin isotype
expression has not yet been studied in depth.
It has been proposed that the resistance of tubulin-stabilizing chemotherapeutics in βIII-tubulin
expressing cells arises from defective binding to the taxane-site of βIII-tubulin [39–41]. On the other
hand, Kavallaris et al. [35] proposed that it is highly unlikely that the mechanism of resistance is a direct
result of the effects of taxanes on βIII-tubulin. Instead, it has been suggested that βIII-tubulin has a role
as a cellular survival factor, since it is expressed under conditions of cellular stress, such as hypoxia [42]
or glucose deprivation [43], and regions of ischemic necrosis in glioblastoma tumors express high levels
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of this isoform [44]. Finally, the Jordan group [45] proposed that the resistance is because βIII-tubulin
incorporation makes microtubules less responsive to the suppressive effects of paclitaxel, thus allowing
cells to maintain sufficiently rapid microtubule dynamics even in the presence of paclitaxel.
The use of covalent binders to investigate the mechanism of βIII-tubulin-mediated resistance
has the advantage of eliminating the parameter of binding affinity. In principle, when studying a
covalent binding agent, the rate and extent of drug binding will not be affected by a mutation in
the binding site as long as it is able to bind with fast on rate. As an example, zampanolide has
been found to be active in cells with paclitaxel/epothilone and laulimalide/peloruside resistance
mutations and attempts to generate a zampanolide resistant cell line by mutagenesis have so far
been unsuccessful [46]. Considering that the rate of binding of compounds to the taxane-site is very
fast, [47–50], it would be expected that differences in the rate of binding would be irrelevant to potency
in long-term antiproliferative assays. Zampanolide is the most potent of the three covalent microtubule
stabilizers with an IC50 in HeLa cells of 0.045 nM. Taccalonolide AJ has an IC50 of 6.2 nM in this cell line
with cyclostreptin having an IC50 of 19 nM, suggesting a direct relationship between the promotion of
purified tubulin assembly and potency for inhibition cellular proliferation, as previously proposed [23].
When we assessed the antiproliferative potency of covalent microtubule stabilizers in HeLa
cells overexpressing the βIII-tubulin isotype, we found that they were less susceptible to this form
of resistance than paclitaxel. The finding that irreversibly binding ligands are less susceptible to
βIII-tubulin-mediated resistance than reversible ligands, demonstrates that binding has a role in
βIII-tubulin resistance. However, it is important to note that each of the covalent compounds still
demonstrated partial (2–5-fold) resistance to the βIII-tubulin overexpressing line as compared to the
parental line. The inability to completely overcome this mechanism of resistance through covalent
binding supports the binding-independent roles of βIII-tubulin in drug resistance described above.
Importantly, the use of the covalent microtubule destabilizer pironetin allowed us to distinguish
between the proposed mechanisms of βIII-tubulin as a survival factor and as a mediator of microtubule
dynamics. Pironetin completely overcomes βIII-tubulin-mediated resistance and is actually 1.7-fold
more potent in the βIII-tubulin overexpressing line than in the parental cell line. Since pironetin
does not bind to the taxane-site it would be expected to be completely insensitive to any change
in the binding site. If the role of βIII-tubulin in the resistance is as a cell survival factor we would
anticipate that both covalent stabilizers and destabilizers would be similarly impacted by βIII-tubulin
overexpression, which is not the case. The fact that βIII-tubulin overexpressing cells are more sensitive
to pironetin than the parental cells is instead consistent with a mechanism of resistance that involves
counteracting microtubule stabilization. Therefore, as suggested previously [51], we propose that
βIII-tubulin mediated resistance to the taxanes occurs both through decreased drug binding as well as
by counteracting their effects on microtubule stability.
4. Materials and Methods
4.1. Proteins and Chemicals
Purified calf brain tubulin, and chemicals were as described [52]. The stathmin-like domain
of rat RB3 and the chicken TTL proteins preparations were done as described previously [53,54].
Cyclostreptin was synthesized as described [55]. Zampanolide was synthesized as described [8].
Taccalonolide AJ was prepared as described [18]. Pironetin was kindly provided by Juan Murga (UJI).
4.2. Cell Culture
An isogenic couple of HeLa S3 and HeLa βIII [56] cells were selected to investigate the influence
of βIII-tubulin overexpression in the sensitivity to covalent tubulin binders. These cells were selected
to allow a direct comparison of the results to previously published studies [16,57,58]. They were
cultured in Dulbecco Modified Eagle Medium supplemented with 10% fetal calf serum, glutamine
(2 mM), gentamycin (40 µg/mL), penicillin (100 IU/mL), and streptomycin (100 µg/mL). The medium
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for HeLa βIII cells was additionally supplemented with geneticin (0.5 mg/mL). Antiproliferation
assays were performed as described [23]. The statistical significance of differences in IC50 values were
evaluated using the t-test option implemented in the Sigma Plot 13 software package (version 13,
Systat Software, Inc., San Jose, CA, USA).
4.3. Time Course of Binding of Cyclostreptin to Dimeric Tubulin
Samples containing 20 µM tubulin and 25 µM cyclostreptin were incubated at 25 ◦C in PEDTA
buffer (10 mM NaPi, 1 mM EDTA and 1.5 mM MgCl2, pH 7.0) plus 0.1 mM GTP. Samples were taken
at different times (0′, 30′, 1 h, 2 h, and 4 h) and extracted three times with 1 v/v of dichloromethane.
Samples without tubulin were used as a control. Ligand was quantified by HPLC-MS as described [6].
A sample of the complex at 4 h was stained with uranyl acetate and visualized by electron microscopy
as described [59] to confirm that tubulin protein remained unpolymerized in these conditions.
The integrity of the protein was confirmed by checking the assembly capacity of the protein at different
times by warming up samples taken at each time to 37 ◦C for 30′. Samples were then centrifuged at
50,000 rpm for 20 min and amount of pelleted protein was measured spectrofluorometrically at λexc
285nm and λems 323 nm.
4.4. Tubulin Assembly in the Presence of the Drugs
Samples of 25 µM tubulin in 10 mM sodium phosphate, 1 mM EDTA, 1 mM GTP, pH 7.0
were supplemented with either 3 mM or 7 mM MgCl2, final pH 6.7. Then 27.5 µM zampanolide,
taccalonolide AJ, cyclostreptin or DMSO (vehicle) were added. The samples were warmed to 37 ◦C
and the assembly of tubulin followed by turbidimetricaly at 350 nm in a Thermo Scientific Multiskan
Sky plate reader.
4.5. Tubulin-Cyclostreptin Adduct Formation, Crystallization, Data Collection, and Structure Determination
Two approaches were performed to form the tubulin-cyclostreptin adduct for crystallization.
In the first approach, the adduct was prepared by incubating 20 µM tubulin with 80 µM cyclostreptin
in PEDTA 1.5 mM MgCl2 pH 7.0 buffer for 4 h at 25 ◦C. To prepare the T2R-TTL-cyclostreptin complex,
which contains two tubulin heterodimers, one TTL and one RB3 molecule, the proteins were mixed
and concentrated (Amicon MWCO 10) at 4 ◦C to a final complex concentration of 20 mg/mL.
In the second approach, microtubules were first assembled from 20 µM tubulin in 3.4 M glycerol,
10 mM sodium phosphate, 1 mM EGTA, 6 mM MgCl2, and 0.1 mM GTP pH 6.5 for 30 min, and
subsequently incubated with 80 µM cyclostreptin for 3 h at 37 ◦C. Microtubules were then disassembled
by the addition of 4.5 mM EDTA and RB3 and further incubated at 4 ◦C for 1 h. Finally, TTL was
added and the complex was concentrated as described above.
Both the T2R-TTL-cyclostreptin samples were supplemented with 10 mM DTT, 0.1 mM GDP
and 1 mM Alpha,beta-Methyleneadenosine triphosphate (AMPCPP) before setting up crystallization
experiments by the sitting-drop vapor diffusion technique at 20 ◦C. Considering known conditions
from previous structures [10,14,16,60,61] we initially screened with a gradient of 0–7% PEG 4000
and 0–11% glycerol and further optimized the conditions. The best crystals grew in 6% glycerol, 3%
PEG4000, 0.1 M MES/imidazole pH 6.7, 30 mM CaCl2, 30 mM MgCl2, and 5 mM L-tyrosine.
For data collection, crystals were collected directly from the drop and subsequently transferred
into reservoir supplemented with 16 and 20% glycerol in two steps. X-ray diffraction data were
collected at the beamline X06DA of the Swiss Light Source (Paul Scherrer Institut, Villigen PSI,
Switzerland). Images were indexed and processed using XDS [62]. Structure solution using the
difference Fourier method (template model PDB ID 5LXT) and refinement were performed using
PHENIX [63]. Model building was carried out iteratively using the Coot software [64]. Data collection
and refinement statistics are given in the Table S1. All the figures were prepared with PyMOL
(The PyMOL Molecular Graphics System, Version 2.0, Schödinger LLC, New York, NY, USA, 2017).
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4.6. Mass Spectrometry Analysis
Tubulin samples were digested with modified porcine trypsin (Promega) at a final ratio of 1:50
(trypsin-protein). Digestion proceeded overnight at 37 ◦C. After digestion, samples were vacuum-dried
and finally dissolved in 1% acetic acid for LC-MS analysis. The resulting peptide mixtures were
subjected to nano-liquid chromatography coupled to mass spectrometry for protein identification.
Peptides were injected onto a C-18 reversed phase nano-column (75 µM I.D. and 50 cm, Acclaim
PepMap, Thermo Fisher Scientific, Waltham, MA, USA) and analyzed in a continuous acetonitrile
gradient consisting of 0–40% B in 120 min, 50–90% B in 1 min (B= acetonitrile, 0.1% formic acid). A flow
rate of 200 nL/min was used to elute peptides from the RP nano-column to an emitter nanospray
needle for real time ionization and peptide fragmentation on a Q Exactive HF mass spectrometer
(Thermo Fisher Scientific). One survey full scan and the 15 most intense fragmentation spectra were
analyzed along the chromatographic run. Dynamic exclusion was set at 30 s. For protein identification,
tandem mass spectra were extracted and charge state deconvoluted by Proteome Discoverer 1.4.0.288
(Thermo Fisher Scientific). All MS/MS samples were analyzed using SEQUESTTM (Thermo Fisher
Scientific). Sequest was searched with a fragment ion mass tolerance of 30 ppm and a parent ion
tolerance of 15 ppm. Oxidation of methionine was specified in Sequest as a variable modification.
Custom application in R (Vseq) was developed to calculate and generate quality control graphs to
monitor the specificity in peptide identification [65].
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EDTA thylene diamine tetraacetic acid
GDP Guanosine diphosphate
GTP Guanosine triphosphate
HCD Higher-energy collisional dissociation
HPLC-MS High performance liquid chromatography coupled to mass spectrometry
IC50 Inhibitory concentration 50%
MSA Microtubule stabilizing agent
RB3 Rat brain 3 stathmin like domain
T2R Complex of two α-β-tubulin heterodimers with a RB3 molecule
TTL Tubulin tyrosin ligase
Int. J. Mol. Sci. 2019, 20, 1392 14 of 17
References
1. Dunphy, F.R.; Spitzer, G.; Buzdar, A.U.; Hortobagyi, G.N.; Horwitz, L.J.; Yau, J.C.; Spinolo, J.A.; Jagannath, S.;
Holmes, F.; Wallerstein, R.O. Treatment of estrogen receptor-negative or hormonally refractory breast cancer
with double high-dose chemotherapy intensification and bone marrow support. J. Clin. Oncol. 1990, 8,
1207–1216. [CrossRef] [PubMed]
2. Teply, B.A.; Wang, H.; Luber, B.; Sullivan, R.; Rifkind, I.; Bruns, A.; Spitz, A.; DeCarli, M.; Sinibaldi, V.;
Pratz, C.F.; et al. Bipolar androgen therapy in men with metastatic castration-resistant prostate cancer after
progression on enzalutamide: An open-label, phase 2, multicohort study. Lancet Oncol. 2018, 19, 76–86.
[CrossRef]
3. Schmid, P.; Adams, S.; Rugo, H.S.; Schneeweiss, A.; Barrios, C.H.; Iwata, H.; Diéras, V.; Hegg, R.; Im, S.-A.;
Shaw Wright, G.; et al. Atezolizumab and nab-paclitaxel in advanced triple-negative breast cancer. N. Engl.
J. Med. 2018, 379, 2108–2121. [CrossRef] [PubMed]
4. Bouchard, H.; Viskov, C.; Garcia-Echeverria, C. Antibody-drug conjugates—A new wave of cancer drugs.
Bioorg. Med. Chem. Lett. 2014, 24, 5357–5363. [CrossRef] [PubMed]
5. Saville, M.W.; Lietzau, J.; Pluda, J.M.; Wilson, W.H.; Humphrey, R.W.; Feigel, E.; Steinberg, S.M.; Broder, S.;
Yarchoan, R.; Odom, J.; et al. Treatment of hiv-associated kaposi’s sarcoma with paclitaxel. Lancet 1995, 346,
26–28. [CrossRef]
6. Buey, R.M.; Calvo, E.; Barasoain, I.; Pineda, O.; Edler, M.C.; Matesanz, R.; Cerezo, G.; Vanderwal, C.D.;
Day, B.W.; Sorensen, E.J.; et al. Cyclostreptin binds covalently to microtubule pores and lumenal taxoid
binding sites. Nat. Chem. Biol. 2007, 3, 117–125. [CrossRef] [PubMed]
7. Risinger, A.L.; Jackson, E.M.; Polin, L.A.; Helms, G.L.; LeBoeuf, D.A.; Joe, P.A.; Hopper-Borge, E.;
Luduena, R.F.; Kruh, G.D.; Mooberry, S.L. The taccalonolides; microtubule stabilizers that circumvent
clinically relevant taxane resistance mechanisms. Cancer Res. 2008, 68, 8881–8888. [CrossRef] [PubMed]
8. Field, J.J.; Pera, B.; Calvo, E.; Canales, A.; Zurwerra, D.; Trigili, C.; Rodriguez-Salarichs, J.; Matesanz, R.;
Kanakkanthara, A.; Wakefield, S.J.; et al. Zampanolide, a potent new microtubule-stabilizing agent,
covalently reacts with the taxane luminal site in tubulin alpha,beta-heterodimers and microtubules.
Chem. Biol. 2012, 19, 686–698. [CrossRef] [PubMed]
9. Nogales, E.; Wolf, S.G.; Downing, K.H. Structure of the alpha beta tubulin dimer by electron crystallography.
Nature 1998, 391, 199–203. [CrossRef]
10. Prota, A.E.; Setter, J.; Waight, A.B.; Bargsten, K.; Murga, J.; Diaz, J.F.; Steinmetz, M.O. Pironetin binds
covalently to αcys316 and perturbs a major loop and helix of α-tubulin to inhibit microtubule formation.
J. Mol. Biol. 2016, 428, 2981–2988. [CrossRef]
11. Yang, J.; Wang, Y.; Wang, T.; Jiang, J.; Botting, C.H.; Liu, H.; Chen, Q.; Yang, J.; Naismith, J.H.; Zhu, X.; et al.
Pironetin reacts covalently with cysteine-316 of α-tubulin to destabilize microtubule. Nat. Commun. 2016, 7,
12103. [CrossRef]
12. Wang, Y.; Yu, Y.; Li, G.B.; Li, S.A.; Wu, C.; Gigant, B.; Qin, W.; Chen, H.; Wu, Y.; Chen, Q.; et al. Mechanism of
microtubule stabilization by taccalonolide aj. Nat. Commun. 2017, 8, 15787. [CrossRef]
13. Edler, M.C.; Buey, R.M.; Gussio, R.; Marcus, A.I.; Vanderwal, C.D.; Sorensen, E.J.; Diaz, J.F.; Giannakakou, P.;
Hamel, E. Cyclostreptin (fr182877), an antitumor tubulin-polymerizing agent deficient in enhancing tubulin
assembly despite its high affinity for the taxoid site. Biochemistry 2005, 44, 11525–11538. [CrossRef]
14. Prota, A.E.; Bargsten, K.; Zurwerra, D.; Field, J.J.; Diaz, J.F.; Altmann, K.H.; Steinmetz, M.O. Molecular
mechanism of action of microtubule-stabilizing anticancer agents. Science 2013, 339, 587–590. [CrossRef]
15. Kellogg, E.H.; Hejab, N.M.A.; Howes, S.; Northcote, P.; Miller, J.H.; Diaz, J.F.; Downing, K.H.; Nogales, E.
Insights into the distinct mechanisms of action of taxane and non-taxane microtubule stabilizers from
cryo-em structures. J. Mol. Biol. 2017, 429, 633–646. [CrossRef]
16. Trigili, C.; Barasoain, I.; Sánchez-Murcia, P.A.; Bargsten, K.; Redondo-Horcajo, M.; Nogales, A.; Gardner, N.M.;
Meyer, A.; Naylor, G.J.; Gómez-Rubio, E.; et al. Structural determinants of the dictyostatin chemotype
for tubulin binding affinity and antitumor activity against taxane- and epothilone-resistant cancer cells.
ACS Omega 2016, 1, 1192–1204. [CrossRef]
17. Prota, A.E.; Bargsten, K.; Redondo-Horcajo, M.; Smith, A.B., III; Yang, C.H.; McDaid, H.M.; Paterson, I.;
Horwitz, S.B.; Fernando Diaz, J.; Steinmetz, M.O. Structural basis of microtubule stabilization by
discodermolide. Chembiochem 2017, 18, 905–909. [CrossRef]
Int. J. Mol. Sci. 2019, 20, 1392 15 of 17
18. Risinger, A.L.; Li, J.; Bennett, M.J.; Rohena, C.C.; Peng, J.; Schriemer, D.C.; Mooberry, S.L. Taccalonolide
binding to tubulin imparts microtubule stability and potent in vivo activity. Cancer Res. 2013, 73, 6780–6792.
[CrossRef]
19. Calvo, E.; Barasoain, I.; Matesanz, R.; Pera, B.; Camafeita, E.; Pineda, O.; Hamel, E.; Vanderwal, C.D.;
Andreu, J.M.; Lopez, J.A.; et al. Cyclostreptin derivatives specifically target cellular tubulin and further map
the paclitaxel site. Biochemistry 2012, 51, 329–341. [CrossRef]
20. Nawrotek, A.; Knossow, M.; Gigant, B. The determinants that govern microtubule assembly from the atomic
structure of GTP-tubulin. J. Mol. Biol. 2011, 412, 35–42. [CrossRef]
21. Nogales, E.; Whittaker, M.; Milligan, R.A.; Downing, K.H. High-resolution model of the microtubule. Cell
1999, 96, 79–88. [CrossRef]
22. Canales, A.; Salarichs, J.R.; Trigili, C.; Nieto, L.; Coderch, C.; Andreu, J.M.; Paterson, I.; Jiménez-Barbero, J.;
Díaz, J.F. Insights into the interaction of discodermolide and docetaxel with dimeric tubulin. Mapping the
binding sites of microtubule-stabilizing agents using an integrated nmr and computational approach. ACS
Chem. Biol. 2011, 6, 789–799. [CrossRef]
23. Buey, R.M.; Barasoain, I.; Jackson, E.; Meyer, A.; Giannakakou, P.; Paterson, I.; Mooberry, S.; Andreu, J.M.;
Díaz, J.F. Microtubule interactions with chemically diverse stabilizing agents: Thermodynamics of binding
to the paclitaxel site predicts cytotoxicity. Chem. Biol. 2005, 12, 1269–1279. [CrossRef]
24. Díaz, J.F.; Menéndez, M.; Andreu, J.M. Thermodynamics of ligand-induced assembly of tubulin. Biochemistry
1993, 32, 10067–10077. [CrossRef]
25. Oosawa, F.; Asakura, S. Thermodynamics of the Polymerization of Protein; Academic Press: London, UK, 1975.
26. Mozzetti, S.; Ferlini, C.; Concolino, P.; Filippetti, F.; Raspaglio, G.; Prislei, S.; Gallo, D.; Martinelli, E.;
Ranelletti, F.O.; Ferrandina, G.; et al. Class iii beta-tubulin overexpression is a prominent mechanism of
paclitaxel resistance in ovarian cancer patients. Clin. Cancer Res. 2005, 11, 298–305.
27. Gan, P.; McCarroll, J.; Byrne, F.; Garner, J.; Kavallaris, M. Specific β-tubulin isotypes can functionally enhance
or diminish epothilone b sensitivity in non-small cell lung cancer cells. PLoS ONE 2011, 6, e21717. [CrossRef]
28. Kato, A.; Naiki-Ito, A.; Naitoh, I.; Hayashi, K.; Nakazawa, T.; Shimizu, S.; Nishi, Y.; Okumura, F.; Inoue, T.;
Takada, H.; et al. The absence of class iii β-tubulin is predictive of a favorable response to nab-paclitaxel and
gemcitabine in patients with unresectable pancreatic ductal adenocarcinoma. Hum. Pathol. 2018, 74, 92–98.
[CrossRef]
29. Buey, R.M.; Diaz, J.F.; Andreu, J.M.; O’Brate, A.; Giannakakou, P.; Nicolaou, K.C.; Sasmal, P.K.; Ritzen, A.;
Namoto, K. Interaction of epothilone analogs with the paclitaxel binding site; relationship between binding
affinity, microtubule stabilization, and cytotoxicity. Chem. Biol. 2004, 11, 225–236.
30. Gupta, M.L., Jr.; Bode, C.J.; Georg, G.I.; Himes, R.H. Understanding tubulin-taxol interactions: Mutations
that impart taxol binding to yeast tubulin. Proc. Natl. Acad. Sci. USA 2003, 100, 6394–6397. [CrossRef]
31. Field, J.J.; Pera, B.; Gallego, J.E.; Calvo, E.; Rodriguez-Salarichs, J.; Saez-Calvo, G.; Zuwerra, D.; Jordi, M.;
Andreu, J.M.; Prota, A.E.; et al. Zampanolide binding to tubulin indicates cross-talk of taxane site with
colchicine and nucleotide sites. J. Nat. Prod. 2018, 81, 494–505. [CrossRef]
32. Tan, B.; Piwnica-Worms, D.; Ratner, L. Multidrug resistance transporters and modulation. Curr. Opin. Oncol.
2000, 12, 450–458. [CrossRef] [PubMed]
33. Jaramillo, A.C.A.S.F.; Cloos, J.; Jansen, G.; Peters, G.J. How to overcome atp-binding cassette drug efflux
transporter-mediated drug resistance? Cancer Drug Resist. 2018, 1, 6–29. [CrossRef]
34. Kavallaris, M.; Burkhart, C.A.; Horwitz, S.B. Antisense oligonucleotides to class iii beta-tubulin sensitize
drug-resistant cells to taxol. Br. J. Cancer 1999, 80, 1020–1025. [CrossRef] [PubMed]
35. Kavallaris, M. Microtubules and resistance to tubulin-binding agents. Nat. Rev. Cancer 2010, 10, 194–204.
[CrossRef]
36. McCarroll, J.; Gan, P.; Liu, M.; Kavallaris, M. Betaiii-tubulin is a multifunctional protein involved in drug
sensitivity and tumorigenesis in non-small cell lung cancer. Cancer Res. 2010, 70, 4995–5003. [CrossRef]
37. Du, J.; Li, B.; Fang, Y.; Liu, Y.; Wang, Y.; Li, J.; Zhou, W.; Wang, X. Overexpression of class iii β-tubulin, sox2,
and nuclear survivin is predictive of taxane resistance in patients with stage iii ovarian epithelial cancer.
BMC Cancer 2015, 15, 536. [CrossRef]
38. Marco, J.A.; Garcia-Pla, J.; Carda, M.; Murga, J.; Falomir, E.; Trigili, C.; Notararigo, S.; Diaz, J.F.; Barasoain, I.
Design and synthesis of pironetin analogues with simplified structure and study of their interactions with
microtubules. Eur. J. Med. Chem. 2011, 46, 1630–1637. [CrossRef]
Int. J. Mol. Sci. 2019, 20, 1392 16 of 17
39. Cai, P.; Lu, P.; Sharom, F.J.; Fang, W.S. A semisynthetic taxane YG-3-46A effectively evades p-glycoprotein
and B-III tubulin mediated tumor drug resistance in vitro. Cancer Lett. 2013, 341, 214–223. [CrossRef]
40. St George, M.; Ayoub, A.T.; Banerjee, A.; Churchill, C.D.; Winter, P.; Klobukowski, M.; Cass, C.E.;
Luduena, R.F.; Tuszynski, J.A.; Damaraju, S. Designing and testing of novel taxanes to probe the highly
complex mechanisms by which taxanes bind to microtubules and cause cytotoxicity to cancer cells. PLoS ONE
2015, 10, e0129168. [CrossRef]
41. Yeh, L.C.; Banerjee, A.; Prasad, V.; Tuszynski, J.A.; Weis, A.L.; Bakos, T.; Yeh, I.T.; Luduena, R.F.; Lee, J.C.
Effect of CH-35, a novel anti-tumor colchicine analogue, on breast cancer cells overexpressing the betaiii
isotype of tubulin. Investig. New Drugs 2016, 34, 129–137. [CrossRef]
42. Raspaglio, G.; Filippetti, F.; Prislei, S.; Penci, R.; De Maria, I.; Cicchillitti, L.; Mozzetti, S.; Scambia, G.;
Ferlini, C. Hypoxia induces class III β-tubulin gene expression by hif-1α binding to its 3′ flanking region.
Gene 2008, 409, 100–108. [CrossRef]
43. Cicchillitti, L.; Penci, R.; Di Michele, M.; Filippetti, F.; Rotilio, D.; Donati, M.B.; Scambia, G.; Ferlini, C.
Proteomic characterization of cytoskeletal and mitochondrial class III β-tubulin. Mol. Cancer Ther. 2008, 7,
2070–2079. [CrossRef]
44. Katsetos, C.D.; Dráberová, E.; Legido, A.; Dumontet, C.; Dráber, P. Tubulin targets in the pathobiology and
therapy of glioblastoma multiforme. I. Class III β-tubulin. J. Cell. Physiol. 2009, 221, 505–513. [CrossRef]
45. Kamath, K.; Wilson, L.; Cabral, F.; Jordan, M.A. BIII-tubulin induces paclitaxel resistance in association with
reduced effects on microtubule dynamic instability. J. Biol. Chem. 2005, 280, 12902–12907. [CrossRef]
46. Field, J.; Northcote, P.; Paterson, I.; Altmann, K.-H.; Díaz, J.; Miller, J. Zampanolide, a microtubule-stabilizing
agent, is active in resistant cancer cells and inhibits cell migration. Int. J. Mol. Sci. 2017, 18, 971. [CrossRef]
47. Diaz, J.F.; Strobe, R.; Engelborghs, Y.; Souto, A.A.; Andreu, J.M. Molecular recognition of taxol by
microtubules. Kinetics and thermodynamics of binding of fluorescent taxol derivatives to an exposed
site. J. Biol. Chem. 2000, 275, 26265–26276. [CrossRef]
48. Diaz, J.F.; Barasoain, I.; Andreu, J.M. Fast kinetics of taxol binding to microtubules. Effects of solution
variables and microtubule-associated proteins. J. Biol. Chem. 2003, 278, 8407–8419. [CrossRef]
49. Diaz, J.F.; Barasoain, I.; Souto, A.A.; Amat-Guerri, F.; Andreu, J.M. Macromolecular accessibility of fluorescent
taxoids bound at a paclitaxel binding site in the microtubule surface. J. Biol. Chem. 2005, 280, 3928–3937.
[CrossRef]
50. Diaz, J.F.; Buey, R.M. Characterizing ligand-microtubule binding by competition methods. Methods Mol. Med.
2007, 137, 245–260.
51. Hari, M.; Yang, H.; Zeng, C.; Canizales, M.; Cabral, F. Expression of class III β-tubulin reduces microtubule
assembly and confers resistance to paclitaxel. Cell Motil. Cytoskelet. 2003, 56, 45–56. [CrossRef]
52. Díaz, J.F.; Andreu, J.M. Assembly of purified gdp-tubulin into microtubules induced by taxol and taxotere:
Reversibility, ligand stoichiometry, and competition. Biochemistry 1993, 32, 2747–2755. [CrossRef] [PubMed]
53. Ravelli, R.B.; Gigant, B.; Curmi, P.A.; Jourdain, I.; Lachkar, S.; Sobel, A.; Knossow, M. Insight into tubulin
regulation from a complex with colchicine and a stathmin-like domain. Nature 2004, 428, 198–202. [CrossRef]
[PubMed]
54. Prota, A.E.; Magiera, M.M.; Kuijpers, M.; Bargsten, K.; Frey, D.; Wieser, M.; Jaussi, R.; Hoogenraad, C.C.;
Kammerer, R.A.; Janke, C.; et al. Structural basis of tubulin tyrosination by tubulin tyrosine ligase. J. Cell.
Biol. 2013, 200, 259–270. [CrossRef] [PubMed]
55. Vanderwal, C.D.; Vosburg, D.A.; Weiler, S.; Sorensen, E.J. An enantioselective synthesis of Fr182877 provides
a chemical rationalization of its structure and affords multigram quantities of its direct precursor. J. Am.
Chem. Soc. 2003, 125, 5393–5407. [CrossRef]
56. Joe, P.A.; Banerjee, A.; Luduena, R.F. The roles of cys124 and ser239 in the functional properties of human
βIII tubulin. Cell. Motil. Cytoskelet. 2008, 65, 476–486. [CrossRef]
57. Matesanz, R.; Trigili, C.; Rodriguez-Salarichs, J.; Zanardi, I.; Pera, B.; Nogales, A.; Fang, W.S.;
Jimenez-Barbero, J.; Canales, A.; Barasoain, I.; et al. Taxanes with high potency inducing tubulin assembly
overcome tumoural cell resistances. Bioorg. Med. Chem. 2014, 22, 5078–5090. [CrossRef]
58. Tang, Y.; Rodriguez-Salarichs, J.; Zhao, Y.; Cai, P.; Estevez-Gallego, J.; Balaguer-Perez, F.; Redondo Horcajo, M.;
Lucena-Agell, D.; Barasoain, I.; Diaz, J.F.; et al. Modification of C-seco taxoids through ring tethering and
substituent replacement leading to effective agents against tumor drug resistance mediated by βIII-tubulin
and P-glycoprotein (P-gp) overexpressions. Eur. J. Med. Chem. 2017, 137, 488–503. [CrossRef]
Int. J. Mol. Sci. 2019, 20, 1392 17 of 17
59. Saez-Calvo, G.; Sharma, A.; Balaguer, F.A.; Barasoain, I.; Rodriguez-Salarichs, J.; Olieric, N.;
Munoz-Hernandez, H.; Berbis, M.A.; Wendeborn, S.; Penalva, M.A.; et al. Triazolopyrimidines are
microtubule-stabilizing agents that bind the vinca inhibitor site of tubulin. Cell. Chem. Biol. 2017, 24,
737–750.e6. [CrossRef]
60. Prota, A.E.; Bargsten, K.; Northcote, P.T.; Marsh, M.; Altmann, K.H.; Miller, J.H.; Diaz, J.F.; Steinmetz, M.O.
Structural basis of microtubule stabilization by laulimalide and peloruside A. Angew. Chem. Int. Ed. Engl.
2014, 53, 1621–1625. [CrossRef]
61. Prota, A.E.; Danel, F.; Bachmann, F.; Bargsten, K.; Buey, R.M.; Pohlmann, J.; Reinelt, S.; Lane, H.;
Steinmetz, M.O. The novel microtubule-destabilizing drug bal27862 binds to the colchicine site of tubulin
with distinct effects on microtubule organization. J. Mol. Biol. 2014, 426, 1848–1860. [CrossRef]
62. Kabsch, W. Xds. Acta Crystallogr. Sect. D 2010, 66, 125–132. [CrossRef]
63. Adams, P.D.; Afonine, P.V.; Bunkoczi, G.; Chen, V.B.; Davis, I.W.; Echols, N.; Headd, J.J.; Hung, L.-W.;
Kapral, G.J.; Grosse-Kunstleve, R.W.; et al. Phenix: A comprehensive python-based system for
macromolecular structure solution. Acta Crystallogr. Sect. D 2010, 66, 213–221. [CrossRef]
64. Emsley, P.; Cowtan, K. Coot: Model-building tools for molecular graphics. Acta Crystallogr. Sect. D 2004, 60,
2126–2132. [CrossRef]
65. Cogliati, S.; Calvo, E.; Loureiro, M.; Guaras, A.M.; Nieto-Arellano, R.; Garcia-Poyatos, C.; Ezkurdia, I.;
Mercader, N.; Vázquez, J.; Enriquez, J.A. Mechanism of super-assembly of respiratory complexes III and IV.
Nature 2016, 539, 579. [CrossRef]
© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).
